Here we present the first announcement of the draft genome sequence of an efficient biodesulfurizing bacterium named R. erythropolis XP (7,229,582 bp) . The biodesulfurizing genes dszABC are located on a plasmid, while the flavin reductase gene dszD is located on the chromosome.
Biodesulfurization is thought to be an interesting alternative for development of a new petroleum-refining process (5, 8, 9) . However, few cases of the industrial use of biodesulfurization have been reported, because biodesulfurization has been limited by some important challenges, such as the high ratio of water to oil in the reaction system and the low specific activity, narrow substrate range, and poor thermal tolerance of desulfurizers (5, 9) . Therefore, an improved understanding of biodesulfurizing strains, especially the host contributions to the functioning of the desulfurization pathway, is needed to meet the challenges (5) .
Rhodococcus erythropolis is the first reported species which can degrade dibenzothiophene (DBT) through the sulfur-specific pathway (4S pathway), and R. erythropolis strains are regarded as having the greatest potential for industrialization (2, 5, 6) . Moreover, it is considered that Rhodococcus is a natural reservoir of new biosurfactants that are highly efficient and ecologically friendly and have a wide range of applications in oil, food, and pharmaceutical industries and in pollutant removal (7) . R. erythropolis XP is a strain isolated from soils and has been proved efficient in deep desulfurization of petroleum oils, including gasoline, diesel, and crude oil, through the 4S pathway (10, 12) . Strain XP was also successfully used as a host for developing a recombinant biocatalyst for biodetoxification of S/N/O pollutants (11) . Therefore, strain XP was considered to be potentially one of the best strains for use in industrial desulfurization (5) .
Here we, for the first time, report the draft genome sequence of the desulfurizing strain XP, obtained using the Illumina GA system. Sequencing was performed by the Helmholtz Center for Infection Research in Germany with a paired-end library, and the reads were assembled with VELVET (13) . Closure of the gaps was finished by bubble PCR primer walking using the routine Sanger method and edited in the Phred/ Phrap/Consed package (3) . Finally, Illumina data were used to correct potential base errors and to increase consensus quality by mapping the reads to the genome. The draft genome sequence was annotated using the RAST annotation server (1) . The GϩC mole percent was calculated using the genome sequence.
The draft genome sequence includes 7,229,582 bases and comprises 7,134 predicted coding sequences (CDSs), with a GϩC content of 62.3%. It consists of 9 large contigs (Ͼ1,000 bp in size). Contig08 and contig09 were separately annotated as parts of two plasmids. The desulfurizing genes dszABC were annotated and located at contig09. The flavin reductase gene dszD was located at contig01. Enzymes DszA, DszB, and DszC, encoded by dszABC, can convert DBT to 2-hydroxybiphenyl in company with DszD via the 4S pathway (4). The key genes (located at contig01) responsible for the trehalose biosynthesis were also annotated. Trehalose could be used as a substrate for the synthesis of trehalose lipid, a biosurfactant. It is reasonable to suggest that these genes may contribute to efficient DBT degradation by enhancing DBT uptake.
Nucleotide sequence accession numbers. This whole-genome shotgun project has been deposited at DDBJ/EMBL/ GenBank under accession number AGCF00000000. The version described in this paper is the first version, with accession number AGCF01000000. We acknowledge Helmut Bloecker and his colleagues for genome sequencing at the Helmholtz Center for Infection Research in Germany.
